. CRI SPR/Cas9 knockout of COM MD9 in HeLa cells. (A) Schematic representation of CRI SPR guide RNAs and their alignment to the human COM MD9 locus. Two CRI SPR guide RNA sequences are represented in red and blue, and their respective predicted cleavage sites are indicated with arrows. The start codon for COM MD9 in exon 1 is indicated in green. (B) Exon 1 of COM MD9 was amplified by PCR from parental HeLa cells, producing the expected amplicon as 283 bp. Using the same amplification approach, DNA from the three individual knockout clones led to truncated amplicons. (C) Multiple CRI SPR clones were sequenced. All the sequences derived from the parental line were identical to the reference sequence for the locus, whereas for the Cr-COM MD9 clones, deletions were noted in every case. Representative sequencing results are presented (red dashes indicate the deletions noted). Eukaryotic translation elongation factor 1 α1 EEF1A1 3
Integrin-linked kinase ILK 3 RAB2A, member RAS oncogene family RAB2A 3
Transmembrane protein 9 TMEM9 3 Ubiquitin C UBC 3
ATPase, Na + /K + transporting, β3 polypeptide ATP1B3 3
Eukaryotic translation initiation factor 4A1 EIF4A1 3
Prostaglandin E synthase 2 PTG ES2 3 Table S2 . Targeting sequences used in siRNA, shRNA, and CRI SPR/Cas9 siRNA oligonucleotides siRNA targets (human)
Target sequence Source Catalogue no. Hey2 (mouse) 5′-AAG CGCCC TTGTG AGGAA AC-3′ 5′-GGT AGTTG TCGGT GAATT GGAC-3′ PrimerBank ID 7305159a1
Hes1 (mouse) 5′-CCA GCCAG TGTCA ACACGA-3′ 5′-AAT GCCGG GAGCT ATCTT TCT-3′ PrimerBank ID 6680205a1
Junb (mouse) 5′-TCA CGACG ACTCT TACGC AG-3′ 5′-CCT TGAGA CCCCG ATAGG GA-3′ PrimerBank ID 6680512a1
Gapdh (mouse) 5′-AGG TCGGT GTGAA CGGAT TTG-3′ 5′-TGT AGACC ATGTA GTTGA GGTCA-3′ Li et al., 2014 
